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ment culture established from a seawater and sediment sample collected in the harbor of Milazzo, Sicily, Italy, from a depth of about 5 m, and was supplemented with tetradecane as the sole carbon source (1) . The strain T. oleivorans is a typical representative of the so-called obligate hydrocarbonoclastic marine bacteria (OHCB) that are characterized by their ability to metabolize only a very restricted spectrum of carbon substrates (2) . Like many other OHCB, such as Alcanivorax spp. (3), Oleispira spp., (4) and Oleiphilus spp. (5) , T. oleivorans grows almost exclusively on aliphatic hydrocarbons and their derivatives, fatty acids and fatty alcohols. It is a sickle-shaped and motile bacterium that has been shown to play an important role in the biodegradation of crude oil and has been detected in marine environments worldwide, from Polar areas, such as the Barents Sea (Arctic Ocean) and Ross Sea (Antarctic coastal area), to warmer locations (Black and Mediterranean Seas), primarily in oxygenated surface waters and sediments and coastal and estuarine areas (6, 7).
Here, we report the genome sequence of T. oleivorans MIL-1. DNA was extracted using the G'NOME DNA extraction kit (MP Biomedicals, Santa Ana, CA) according to the manufacturer's instructions. The genome was sequenced at Fidelity Systems Ltd. (Gaithersburg, MD) using a combination of Illumina short paired-end (400 bp) and long mate-paired (3,600 bp) insert libraries with a read length of 100 bases. Sequencing was undertaken according to the manufacturer's protocols on an Illumina HiSeq 2000, with the modification that TopoTaq DNA polymerase was used for the PCR amplification of the fragmented genome library (8). A subset of one million reads of the short-insert library was assembled with Phrap to create initial contigs. Subsequent scaffolding, gap filling, and repeat resolution were performed using the Phred/Phrap/Consed software package (9) and Fidelity Systems' in-house finishing software. The complete short-insert library data set was used to correct potential base errors and to assess the quality of the assembly. The error rate of the completed genome sequence is Ͻ1 in 100,000 (Phred 50). The final assembly contains 12,110,290 short-insert library reads and provides 294ϫ coverage of the genome. The automated genome annotation was performed at Fidelity Systems Ltd., using In Timmis KN (ed 
